The resolution exhibited by the spectrum in Fig Allen et al. make no comment on the resolution obtained by ES m.s. on this mixture and all the ES spectra in the paper are presented in a way which does not give the reader the opportunity to assess the resolution. In our ES m.s. data, the a and /8 globins are fully resolved down to the base line and, moreover, there is sufficient resolution available to partially separate, but nevertheless accurately measure, two globins differing in mass by as little as 14 Da at 16 000 (1 in 1100), for example the two y-globins in foetal haemoglobin with molecular masses of 15995.2 and 16009.3 [2] .
The analysis of more than a thousand protein samples in our laboratory has demonstrated the utility of the higher resolution available with ES m.s. because a significant proportion of samples contain closely spaced components which would not be resolved by the LDTOF instrument. In such samples the molecular mass measured by LDTOF would, at best, be an average of the components present. The LDTOF spectra shown in Allen's paper and those also given in a subsequent paper in the same issue [3] indicate performance where the resolution is at least a factor of 10 lower than with ES m.s.
These comments are not meant to imply that the LDTOF technique does not have a niche in protein mixture analysis. On the contrary, its reported higher sensitivity, mass range and resistance to the presence of buffers etc. in the sample make it complementary to ES m.s. However, I maintain that [1] The original concept of a specificity constant, carefully applied,
